Supplemental Tables
Cosinor statistical values related to rhythmic mRNA and protein accumulation of genes encoding regulator of signaling pathways and the circadian clock, and to serum and liver metabolites measured in Scp2, Ob/Ob and WT mice. The rhythmic mRNAs, proteins and metabolites (p<0,05) are indicated in red. Table S2 : Liver lipidomic data obtained by Mass Spectrometry experiment in Scp2 KO and WT mouse liver and the associated analysis of rhythmicity. The experiment has been conducted under NF conditions. The lipid species that present a significant (p<0,05) rhythmic accumulation or a different level between WT and KO are indicated in red. Table S3 : Transcriptomic data obtained by microarray experiment in Scp2 KO and WT mouse liver and the associated analysis of rhythmicity. The experiment has been conducted under NF conditions. Genes that present a significant (p<0,05) rhythmic accumulation or a different level between WT and KO are indicated in red. 
Gene
Probe reference
Mm 00446241_m1
Mm 00445980_m1
Mm 00504420_m1
Mm 00725633_s1
Mm 00524099_m1
Mm00778003_s1
Mm 00778003_s1
Mm 01406408_m1 11 
Microarray analysis
For microarray analysis, RNA was quantified using Quant-It Ribogreen assay (LifeTechnologies) on spectramax reader (Molecular Probes) and purity was verified with the Fragment Analyzer (Advanced Analytical Technologies, Inc.). All cRNA targets were synthesized, labeled and purified according to the Illumina TotalPrep-96 RNA amplification protocol. 300 ng of total RNA were used to produce double-stranded cDNA, followed by an in vitro transcription, along with biotin UTP. This method is based on the Eberwine T7 procedure (5) . Prior to the hybridization on the arrays, 750 ng of biotin labeled-cRNAs were used to prepare the hybridization mix, which contained control oligonucleotides (such as negative and hybridization controls), hybridization buffer, and water.
Then, 15 μl of each hybridization mix were dispensed on the arrays. 
Total protein extractions and analysis
Frozen organs were homogenized in lysis buffer containing 20 mM HEPES (pH 7.6), 100 mM KCl, 0.1 mM EDTA, 1 mM NaF, 1 mM sodium orthovanadate, 1 % Triton X-100, 0.5% Nonidet P-40, 0.15 mM spermin, 0.5 mM spermidin, 1 mM DTT, and the same protease inhibitor cocktail as for nuclear protein extractions. After incubation 30 min on ice, extracts were centrifuged 10 min at 21 000 g and the supernatants were harvested to obtain total extracts. 65 μg of extract was used for western blotting. After migration, proteins were transferred to PVDF membranes and western blotting was realized according to standard procedures. References for the antibodies are given in table S6.
Liver lipid extraction and cholesterol analysis 15
Frozen liver pieces were heated in an alcoholic KOH solution for 6 hours and precipitated with MgCl2. After centrifugation for 30 minutes at 14 000 rpm, the lipids were collected. Liver cholesterol was measured in accordance with the protocol of Cholesterol LabAssay kit (Wako).
